Background
We previously reported a limited diversity of HLA-class I alleles in two-digits typing studies of HIV-positive native populations from Oran, North of Argentina. In the present study we determine whether the restricted diversity observed at low-resolution reflects also a restricted genetic diversity in HLA peptide groove.
Methods
We studied 65 HIV-positive patients whose HLA-A and -B genes were previously typed by SSOP technique. We setup a sequence-based typing of the most prevalent alleles in Oran. HLA-A and B were initially PCR-amplified and exons-2 and -3 were sequenced. NCBI-SBT-Interpretation tool was used to confirm the two-digits typing with previous SSOP data. We designed a set of primers specifics for HLAs highly prevalent in Oran to achieve differential PCR-amplification of each allele in heterozygote patients. Phylogenetic analysis was used to assign exons-2 and -3 sequences to a high-resolution HLA group.
Results
Our results show that for HLA-A alleles, 85. 
Conclusion
Our results show that two-digits typing of HLA-A usually corresponds with a specific allele in our population. For HLA-B alleles, observed within-subtype diversity was higher. The different protein sequence encoded by exons-2 and -3 may lead to different peptide specificities among alleles from the same HLA-B subtype that would be missclassified as homogeneous in a low-resolution typing study.
